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CERTIFICATION OF MAILING UNDER 37 C.F.R. 1.8(a) 

I hereby certify that this correspondence and any papers referred to as attached are being deposited, on the date shown below, 
with the United States Postal Service, with sufficient postage, as first class mail in an envelope addressed to Mail Stop 
Sequence, Commissioner for Patents, P.O. Box 1450, Alexandria, VA 22313-1450. 

Date: August 20, 2003 Plpyy c*^ ^'UyC^w 

Monica McGfi^fern 



MAIL STOP SEQUENCE 
COMMISSIONER FOR PATENTS 
P.O. BOX 1450 

ALEXANDRIA, VA 22313-1450 



SUBMISSION OF SEQUENCE LISTING. COMPUTER READABLE COPY 
FOR BIOTECHNOLOGY INVENTION CONTAINING NUCLEOTIDE 
AND/OR AMINO ACID SEQUENCE 



Dear Sir: 



In response to the Notice to Comply mailed July 8, 2003 (paper No. 25), Applicants submit herewith a 
corrected sequence listing for the above-mentioned pending application: 

1 . Sequence Listing for the nucleotide and/or amino acid sequence(s) in this application. Each 
Sequence Listing is assigned a separate identifier as required in 37 C.F.R. §1. 821(c) and 37 C.F.R. 
§§1.822 and 1.823. 

2. A copy of each Sequence Listing submitted for this application in computer readable form, in 
accordance with the requirements of 37 C.F.R. §§1 .821(e) and 1 .824. 

3. The computer readable form and paper copy submitted herewith are the same, and introduce no new 
matter over what is disclosed in the application (37 C.F.R. 1 .821 (g)). 

Applicants respectfully petition the Commissioner for Patents under the provisions of 37 C.F.R. 
1 .136(a) to extend the time for filing a response to the Notice to Comply mailed July 8, 2003 for one (1 ) 
month from August 8, 2003 to September 8 t 2003. Please charge the fee for the one-month extension 
of time to Deposit Account No. 13-3372. 



Date: August 20, 2003 



Respectfully submitted, 



Susan M. Pellegri 
Reg. No. 48,972 

Bayer Pharmaceuticals Corporation 
400 Morgan Lane 
West Haven, CT 06516-4175 
Telephone: (203)812-6450 
Facsimile: (203)812-6459 
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Notice to Comply AU6 2 2 2003 



Application No. 

19/254,966 



zxaminer 



Ulrike Winkler 



Applicant(s) 



CORREA E 



4k 



Art Unit 

1648 



5^ 



■4 
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NOTICE TO COMPLY WITH REQOtfteWEKITS FOR PATENT APPLICATIONS CONTAINI 
NUCLEOTIDE SEQUENCE AND/OR AMINO ACID SEQUENCE DISCLOSURES 

Applicant must file the items indicated below within the time period set the Office action to which the Notice is attached 
avoid abandonment under 35 U.S.C. § 133 (extensions of time may be obtained under the provisions of 37 CFR 1.136(a)). 

The nucleotide and/or amino acid sequence disclosure contained in this application does not comply with the requirements 
for such a disclosure as set forth in 37 C.F.R. 1 .821 - 1 .825 for the following reason(s): 

□ 1 . This application clearly fails to comply with the requirements of 37 C.F.R. 1 .821 -1 .825. Applicant's attention is 
directed to the final rulemaking notice published at 55 FR 18230 (May 1, 1990), and 1 114 OG 29 (May 15, 1990). If 
the effective filing date is on or after July 1 , 1998, see the final rulemaking notice published at 63 FR 29620 (June 1, 
1998) and 1211 OG 82 (June 23, 1998). 

□ 2. This application does not contain, as a separate part of the disclosure on paper copy, a "Sequence Listing" as 
required by 37 C.F.R. 1 .821(c). 

□ 3. A copy of the "Sequence Listing" in computer readable form has not been submitted as required by 
37 C.F.R. 1.821(e). 

copy of the "Sequence Listing" in computer readable form has been submitted. However, the content of the 
computer readable form does not comply with the requirements of 37 C.F.R. 1 .822 and/or 1 .823, as indicated on the 
attached copy of the marked -up "Raw Sequence Listing." 

□ 5. The computer readable form that has been filed with this application has been found to be damaged and/or 
unreadable as indicated on the attached CRF Diskette Problem Report. A Substitute computer readable form must be 
submitted as required by 37 C.F.R. 1 .825(d). 

□ 6. The paper copy of the "Sequence Listing" is not the same as the computer readable from of the "Sequence Listing" 
as required by 37 C.F.R. 1 .821 (e). 

□ 7. Other: 

Applicant Must Provide: 

An initial or substitute computer readable form (CRF) copy of the "Sequence Listing". 

£3 An initial or substitute paper copy of the "Sequence Listing", as well as an amendment directing its entry into the 
specification. 

£3 A statement that the content of the paper and computer readable copies are the same and, where applicable, include 
no new matter, as required by 37 C.F.R. 1 .821(e) or 1.821(f) or 1.821(g) or 1.825(b) or 1.825(d). 



For questions regarding compliance to these requirements, please contact: 

- For Rules Interpretation, call (703) 308-4216 

For CRF Submission Help, call (703) 308-4212 

Patentln Software Program Support 

Technical Assistance 703-287-0200 

To Purchase Patentln Software 703-306-2600 

PLEASE RETURN A COPY OF THIS NOTICE WITH YOUR REPLY 



U.S. Patent and Trademark Office 



Part of Paper No. 25 



RAW SE0UEKGE JESTING 
ERRORREPORT 




The Biotechnology Systems Branch of the Scientific and Technical Information 
Center (STIC) detected errors when processing the following computer readable 
form: 



Application Serial Number: 



Source: 
Date Processed by STIC: 



0/-2<r-c>/ 



THE ATTACHED PRINTOUT EXPLAINS DETECTED ERRORS. 

PLEASE FORWARD THIS INFORMATION TO THE APPLICANT BY EITHER: 

1) INCLUDING A COPY OF THIS PRINTOUT IN YOUR NEXT COMMUNICATION TO THE 
APPLICANT, WITH A NOTICE TO COMPLY or, 

2) TELEPHONING APPLICANT AND FAXING A COPY OF THIS PRINTOUT, WITH A 
NOTICE TO COMPLY 

FOR CRF SUBMISSION QUESTIONS, PLEASE CONTACT MARK SPENCER, 703-308-4212. 



FOR SEQUENCE RULES INTERPRETATION, PLEASE CONTACT ROBERT WAX, 703-308-4216. 
PATENTIN 2.1 c-mail help: patin21help@uspto.gov or phone 703-306-4119 (R. Wax) 
PATENTIN 3.0 c-mail help: patin30help@uspto.gov or phone 703-306-4119 (R. Wax) 

TO REDUCE ERRORED SEQUENCE LISTINGS, PLEASE USE THE CHECKER 
VERSION 3.0 PROGRAM , ACCESSIBLE THROUGH THE U.S. PATENT AND 
TRADEMARK OFFICE WEBSITE. SEE BELOW: 



Checker Version 3.0 

The Checker Version 3.0 application is a state-of the-art Windows based software program 
employing a logical and intuitive user-interface to check whether a sequence listing is in 
compliance with format and content rules. Checker Version 3.0 works for sequence listings 
generated for the original version of 37 CFR §§1.821 - 1.825 effective October 1, 1990 (old 
rules) and the revised version (new rules) effective July 1, 1998 as well as World Intellectual 
Property Organization (WIPO) Standard ST.25. 

Checker Version 3.0 replaces the previous DOS-based version of Checker, and is Y2K- 
compliant. Checker allows public users to check sequence listings in Computer Readable form 
(CRF) before submitting them to the United States Patent and Trademark Office (USPTO). 
Use of Checker prior to filing the sequence listing is expected to result in fewer errored sequence 
listings, thus saving time and money. 



Checker Version 3.0 can be down loaded from the USPTO website at the followine address: 



http://www.uspto.gov/web/offices/pac/checker 




ulnt#pistihg Error jmmary 



4> 



tER: 



ERROR DETECTED SUGGESTED CORRECTION SERIAL NUMBER: 

ATTN: NEW RULES CASES: PLEASE DISREGARD ENGLISH "AtPHA" HEADERS, WHICH WERE IWtiRtetf^PTO SOFTWARE 



Wrapped Nucleics 



Wrapped Aminos 



The numberAext at the end of each line "wrapped" down to the next line. 
This may occur If your file was retrieved In a word processor after creating It. 
Please aidjust your right margin to .3, as this will prevent ""wrapping". 

The amino acid numberAext at the end of each line '\vrapped " down to the next line. 
. This may occur If your file was retrieved in a word processor after creating it. 
Please adjust your right margin to .3, as this will "prevent "wrapping". " 



Incor/ect Line Length The rules require that a line not exceed 72 characters in length. This includes spaces. 

Misaligned Amino Acid The numbering under each 5th amino acid is misaligned. This may be caused by the use of tabs 
Numbering between the numbering. It Is recommended to delete any tabs and use spacing J^fwe*jff\he numbers. 



Non-ASCII 



Variable Length 



Patentln ver. 2.0 "bug" 



Skipped Sequences 
(OLD RULES) 



Skipped Sequences 
(NEW RULES) 



This file was not saved in ASCII (DOS) text, as required by the Sequence Rules. 

Please ensure your subsequent submission is saved in ASCII text so that it can be processed. 

j 

Sequence(s) contain n's or Xaa's which represented more than one residue. 

As per the rules, each n or Xaa can only represent a single residue. 

Please present the maximum number of each residue having variable length and 

indicate in the (ix) feature section that some may be missing. 

A "bug" in Patentln version 2.0 has caused the <220>-<223> section to be missing from amino acid 

sequence(s) . Normally, Patentln would automatically generate this section from the 

previously coded nucleic acid sequence. Please manually copy the relevant <220>-<223> section 
to the subsequent amino acid sequence. This applies primarily to the mandatory <220>-<223> 
sections for Artificial or Unknown sequences. 

Sequence(s) missing. If intentional, please use the following format for each skipped sequence: 

(2) INFORMATION FOR SEQ ID NO:X: 

(i) SEQUENCE CHARACTERISTICS:(Do not insert any headings under "SEQUENCE CHARACTERISTICS") 
(xi) SEQUENCE DESCRIPTION:SEQ ID NO:X: 
This sequence is intentionally skipped 

Please also adjust the "(iii) NUMBER OF SEQUENCES:" response to include the skipped sequence(s). 

Sequence(s) missing. If intentional, please use the following format for each skipped sequence. 

<210> sequence id number 
<400> sequence id number 
000 



10 



11 



12 



13 



Use of n's or Xaa*s 
(NEW RULES) 



Use of <21 3>Organism 
(NEW RULES) 

Use of <220>Feature 
(NEW RULES) 



Patentln ver. 2.0 "bug" 



Use of n's and/or Xaa's have been detected in the Sequence Listing. 
Use of <220> to <223> is MANDATORY if n's or Xaa's are present. 

In <220> to <223> section, please explain location of n or Xaa, and which residue n or Xaa represents. 



Sequence(s) _ 



m are missing this mandatory field or its response. 



Sequence(s) are missing the <220>Feature and associated headings. 

Use of <220> to <223> is MANDATORY if <21 3>ORGANISM is "Artificial" or "Unknown" 
Please explain source of genetic material in <220> to <223> section. 

(See "Federal Register," 6/01/98, Vol. 63, No. 104, pp. 29631-32) (Sec. 1.823 of new Rules) 

Please do not use "Copy to Disk" function of Patentln version 2.0. This causes a corrupted 

Hie, resulting in missing mandatory numeric identifiers and responses (as indicated on raw sequence listing). 

Instead, please use "File Manager" or any other means to copy file to floppy disk. 



A KS -Biotechnology Systems Branch- 5/1 5/99 



1648 



PAGE: 1 RAW SEQUENCE LISTING DATE: 01/25/2001 

PATENT APPLICATION US/09/254,966 TIME: 23:33:06 

INPUT SET: S35457.raw 



This Raw Listing contains the General 
Information Section and those Sequences 
containing ERRORS. 



1 SEQUENCE LISTING 

3 (1) General Information: /fyos/ & / r ~Q.$f>&& S<t 7^° 



--> 5 ( i ) APPLICANT : ^ " 

■-> 6 (ft) HAMD <■ Bayer Aktiengesellschaf t — ' 



7 • Dete^ 

8 (ii) TITLE OF INVENTION: Immunogenic Peptides of Foot-and-Mouth Disease Viruses 
9 

10 (iii) NUMBER OF SEQUENCES: 48 
11 

13 (A) ADDRESSEE: Bayer Corporation ^^tte N©® 1 



(iv) CORRESPONDENCE ADDRESS: MritCOflVP^ a A 

(A) ADDRESSEE: Bayer Corporation £)0® S \ tie ^ p 

14 (B) STREET: 100 Bayer Road rftClB^ ^ 



15 
16 



(C) CITY Pittsburgh COV* e y j 

(n) STATE : Pennsvlvania ^ /v / /~ * 



(D) STATE : Pennsylvania q / 

17 (E) ZIP CODE : 15205-9741 // 

18 (F) COUNTRY: U.S. A. 9 
19 

2 0 (v) COMPUTER -READABLE FORM: 

21 (A) MEDIUM TYPE: 3. 5" diskette, 1.44 Mb storage 

22 (B) COMPUTER: IBM PC compatible 

23 (C) OPERATING SYSTEM: PC -DOS /MS -DOS /Windows 95 

24 (D) SOFTWARE: Pa tent In Release #1.0, Version #1.3 0 (EPO) 
25 



26 (vi) CURRENT APPLICATION DATA: 
' --> ^^^^^(£2. lOUniWMT APPLICATION NUMBER : 09/254 , 966 
--> 28 TbT ffTOUEircP ft PPU KilH TOT PIT FILING DATE: March 16, 1999 

-■>> 29 CO) - PRIOR APPLICATION NUMBER i POT/EP97/ 040 ' GC 

--> 30 Qfr)— 9¥&Qn ft PPT.T rnTION PILING DATE ■ OGptcmb e r 8 f 199 7 

31 £V'7) PRIM /IPPt't/tnon o*T/f; 

C/ 4 j />/>// c/rrrc? n_ /* 12 ^ : ;*<rr / £ -/> <f y/ o * * L 4 

ERRORED SEQUENCES FOLLOW: 




32 (2) INFORMATION FOR SEQ ID NO : 1: 
33 

34 (i) SEQUENCE CHARACTERISTICS: 

3 5 (A) LENGTH: 15 amino acids 

36 (B) TYPE: amino acid 

37 (C) STRANDEDNESS : single-stranded 
3 8 (D) TOPOLOGY: linear 

39 



PAGE: 2 



- - > 



RAW SEQUENCE LISTING 

PATENT APPLICATION US/ 09/254,966 



DATE: 01/25/2001 
TIME: 23:33:06 



40 

41 
42 
43 
44 
45 
46 
47 
48 
49 
50 
51 
52 




(ii)'ggg & ' Or MODCCUUDj 



(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 1 



Glu Arg Val His Val Met Arg Lys Thr Lys Leu Ala Pro Thr Val 



INPUT SET: S35457.raw 



7' 




- -> 



53 
54 
55 
56 
57 
58 
59 
60 
61 
62 
63 
64 
65 
66 
67 
68 
69 
70 
71 
72 
73 



(2) INFORMATION FOR SEQ ID NO: 2: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single -stranded 

(D) TOPOLOGY: linear . 

(ii) TYPE OF MOLEOULE^ p o pfr i ch? 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2: 

Met Arg Lys Thr Lys Leu Ala Pro Thr Val Ala His 



Set**** 1 



f 



X6 



>5 



Gly Val Phe^ 



J ■ 



$5$ 



6* 



74 
75 
76 
77 
78 
79 
80 
81 
82 
83 
84 
85 
86 
87 
88 
89 
90 



(2) INFORMATION FOR SEQ ID NO: 3: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single-stranded 

(D) TOPOLOGY: linear /, / 

(ii) T"rr or nnT.gruwi L m i>i iiit 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3.: 




The types of errors shown exist throughout the Sequence Listing. Please check 
subsequent sequences for similar errors. 



PAGE: 3 RAW SEQUENCE LISTING DATE: 01/25/2001 

PATENT APPLICATION US/09/254,966 TIME: 23:33:07 

INPUT SET: S3S457.raw 




fo~Thr Val Ala His Gly Val Phe~Asn-_P_ro Glu Phe Gly 



95 (2) INFORMATION FOR SEQ ID NO : 4: 
96 

97 (i) SEQUENCE CHARACTERISTICS: 

98 (A) LENGTH: 15 amino acids 

99 (B) TYPE: amino acid 

100 (C) STRANDEDNESS : single- stranded 

101 (D) TOPOLOGY: linear 
102 

103 (ii) WDn or MMjDOULD 
104 

105 (iii) HYPOTHETICAL: NO 
106 

107 (iv) ANTI- SENSE: YES 
108 

109 (v) FRAGMENT TYPE: internal fragment 
110 

111 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4: 
112 



113 Ar5^jC^»-^^--M-a^sp Tyr Ala Ser ArgT^eTTTf±s---^er Val Leu Gly 

114 fl^ 5 10 15/ _w , s 

us ^ _ ^ trsor 



116 
117 
118 
119 
120 
121 
122 
123 
124 
125 
126 
127 
128 
129 
130 
131 
132 
133 
134 
1 

13 



(2) INFORMATION FOR SEQ ID NO : 5: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 amino acids 

(B) TYPE: amino acid 

<C) STRANDEDNESS: single- stranded 
(D) TOPOLOGY: linear 

(ii) -TYPB eg- MOLECULE i popfcide 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE : YES 

(v) FRAGMENT TYPE: internal fragment 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 5: 




■■G-ly-THr Val Gly Pro Glu Val" Glu Ala ---Al^^Leu Lys Leu Met 
15 10 15^ 



terror 



13 7 (2) INFORMATION FOR SEQ ID NO : 6: 
138 

13 9 (i) SEQUENCE CHARACTERISTICS: 

14 0 (A) LENGTH: 15 amino acids 



PAGE: 4 RAW SEQUENCE LISTING DATE: 01/25/2001 

PATENT APPLICATION US/09/254,966 TIME: 23:33:07 

INPUT SET: S35457.raw 

141 (B) TYPE: amino acid 

142 (C) STRANDEDNESS : single-stranded 

143 (D) TOPOLOGY: linear 
144 

--> 145 (ii) TYPE OP MOLECULE . peptide 
146 

147 (iii) HYPOTHETICAL: NO 
148 

149 (iv) ANTI- SENSE: YES 
150 

151 (v) FRAGMENT TYPE: internal fragment 
152 

153 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 6: 



154 



155 ^_Gliuiys"Arg Glu Tyr Lys Phe Val Cys Gin Thr^he Leu Lys Asp 

156(^1^ 5 10 15 \ _ // (/ 

i57\^_ — ^ terror / 



158 (2) INFORMATION FOR SEQ ID NO : 7: 
159 

160 (i) SEQUENCE CHARACTERISTICS: 

161 (A) LENGTH: 15 amino acids 

162 (B) TYPE: amino acid 

163 (C) STRANDEDNESS: single -stranded 

164 (D) TOPOLOGY: linear 
165 

--> 166 (ii)T YPE OF M OLECULE: peptide 
167 

168 (iii) HYPOTHETICAL: NO 
169 

170 (iv) ANTI-SENSE: YES 
171 

172 (v) FRAGMENT TYPE: internal fragment 
173 

174 (xi) SEQUENCE DESCRIPTION: SEQ ID NO : 7: 



175 



176/^ffIa~"Gln Met His Ser Asn Asn Gly Pro Gin lie Gly^sex Ala Val 
177^ 
178 




17* 15 10 IS J #Y 



179 


(2) 


INFORMATION FOR SEQ ID NO : 8: 


180 






181 


(i) 


SEQUENCE CHARACTERISTICS : 


182 


(A) 


LENGTH: 15 amino acids 


183 


(B) 


TYPE: amino acid 


184 


(C) 


STRANDEDNESS : single-stranded 


185 


(D) 


TOPOLOGY: linear 


186 






187 


(ii)TVrr nr TTOTiFICTTTiF ~ peptide 


188 






189 


(iii) HYPOTHETICAL: NO 


190 






191 


(iv) 


ANTI -SENSE: YES 



PAGE: 5 RAW SEQUENCE LISTING DATE: 01/25/2001 

PATENT APPLICATION US/09/254,966 TIME: 23:33:07 

INPUT SET: S35457.raw 

192 

193 (v) FRAGMENT TYPE: internal fragment 
194 

195 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 8: 
196 



197 J^^y^^^^^^"'^Y Cys Asn "pro" Asp" ~Va3^-^sgJ Trp Gin Arg 



199 



200 (2) INFORMATION FOR SEQ ID NO: 9: 
201 

202 (i) SEQUENCE CHARACTERISTICS: 

2 03 (A) LENGTH: 15 amino acids 

204 (B) TYPE: amino acid 

205 (C) STRANDEDNESS : single -stranded 

206 (D) TOPOLOGY: linear 
207 

•-> 208 (ii) TYrE) OF MOLECULE t peptide 

' 209 

210 (iii) HYPOTHETICAL: NO 
211 

212 (iv) ANTI -SENSE: YES 
213 

214 (v) FRAGMENT TYPE: internal fragment 
215 

216 (xi) SEQUENCE DESCRIPTION: SEQ ID NO : 9: 



217 _ 

218 Trp Asp Val Asp Tyr Ser Ala Phe " Asp~~Aia^Asn His Cys Ser 

219 (l 5 10 15^ _ ^jU /S 

220 < — — — - ^ £rror tF r 

221 (2) INFORMATION FOR SEQ ID NO: 10: ? • 
222 

223 (i) SEQUENCE CHARACTERISTICS: 

224 (A) LENGTH: 15 amino acids 

225 (B) TYPE: amino acid 

226 (C) STRANDEDNESS: single- stranded 

227 (D) TOPOLOGY: linear 
228 

229 (ii) TYrE OF MOLECULE i p e pt i d e- 

230 

231 (iii) HYPOTHETICAL: NO 
232 

233 (iv) ANTI-SENSE: YES 
234 

235 (v) FRAGMENT TYPE: internal fragment 
236 

23 7 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 10: 

23 8 _ 

23 9 J31.u--Asn Lys Arg lie Thr Val"''Gly"'*STy^iy---Me.t..Pro Ser Gly Cys 
24Q^"l 5 10 15 

24 lV^ 



242 (2) INFORMATION FOR SEQ ID NO: 11: 



r 



PAGE: 6 RAW SEQUENCE LISTING DATE: 01/25/2001 

PATENT APPLICATION US/09/254,966 TIME: 23:33:08 



INPUT SET: S35457.raw 



243 

244 (i) SEQUENCE CHARACTERISTICS: 

245 (A) LENGTH: 15 amino acids 

246 (B) TYPE: amino acid 

247 (C) STRANDEDNESS : single -stranded 

248 (D) TOPOLOGY: linear 
249 

- -> 250 (ii)WPF OF MOT.TfrTTTiF ' pnpiiirlp 
251 

252 (iii) HYPOTHETICAL: NO 
253 

254 (iv) ANTI-SENSE: YES 
255 

256 (v) FRAGMENT TYPE: internal fragment 
257 

258 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 11: 

259 

260 ^4Hrs^Phe"Lys" Ser Leu Gly Gin Thr lie THr^ro -Ala^Asp Lys Ser 
26: 

262 



3^ 

50 ^^^Phe~Lys Ser Leu Gly Gin Thr' lie THr^ro -AlaAs] 
51( 1 5 10 15 ^ 



263 (2) INFORMATION FOR SEQ ID NO: 12: 
264 

265 (i) SEQUENCE CHARACTERISTICS: 

266 (A) LENGTH: 15 amino acids 

267 (B) TYPE: amino acid 

268 (C) STRANDEDNESS: single -stranded 

269 (D) TOPOLOGY: linear 
270 

271 (iiK' M l' lii U l ' MULECULE. popfcido 

272 

273 (iii) HYPOTHETICAL: NO 
274 

275 (iv) ANTI- SENSE: YES 
276 

277 (v) FRAGMENT TYPE: internal fragment 
278 

2 7 9 (xi ) S EQUENC.E.--DBS CR I-PTION :- - SEQ,.. ID NO : 12 : 

2 80 ^ ~ ^ 

281/""^ Leu Lys Ala Arg Asp lie Asn Asp lie Phe Ala lie Leu Lys Asn 

282 15 10 



283 



284 (2) INFORMATION FOR SEQ ID NO: 13: 
285 

2 86 (i) SEQUENCE CHARACTERISTICS: 

287 (A) LENGTH: 15 amino acids 

288 (B) TYPE: amino acid 

28 9 (C) STRANDEDNESS: single - stranded 

2 90 (D) TOPOLOGY: linear 

291 

--> 292 (ii) TY PE OF MOLE GULP . p o pHri e 

293 



PAGE: 7 



294 
295 
296 
297 
298 
299 
300 
301 
3 02 
3 
3 



RAW SEQUENCE LISTING 

PATENT APPLICATION US/09/254, 966 



(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: YES 

(v) FRAGMENT TYPE : internal fragment 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 13: 



Glu Lys Phe Val Thr Met Thr Asp Letr^Val Pro Gly lie 
5 10 15 



DATE: 01/25/2001 
TIME: 23:33:08 



INPUT SET: S35457.raw 




) 



305 
306 
307 
308 
309 
310 
311 
312 
313 
314 
315 
316 
317 
318 
319 
320 
321 
322 
32 
32 
325 



(2) INFORMATION FOR SEQ ID NO: 14: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single -stranded 

(D) TOPOLOGY: linear 

ti-i 4 - T¥rD or MOLECULE; p e ptid e 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 14; 




aTTThr Met Thr Asp Leu Val Pro Gly lie Tetr-«lu^ Lys Gin Arg 
15 10 15 



326 (2) INFORMATION FOR SEQ ID NO: 15: 
327 

3 28 (i) SEQUENCE CHARACTERISTICS: 

329 (A) LENGTH: 15 amino acids 

330 (B) TYPE: amino acid 

331 (C) STRANDEDNESS: single -stranded 
3 32 (D) TOPOLOGY: linear 

333 

334 (ii) T¥PB OP MOLECULE . peptid e* 

335 

336 (iii) HYPOTHETICAL: NO 
337 

3 38 (iv) ANTI -SENSE: YES 
339 

340 (v) FRAGMENT TYPE: internal fragment 
341 

342 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 15: 
343 

344 Thr Gly Phe lie Pro Pro Met Ala Ser Leu Glu Asp Lys Gly Lys 



PAGE: 8 RAW SEQUENCE LISTING DATE: 01/25/2001 

PATENT APPLICATION US/09/254,966 TIME: 23:33:08 




INPUT SET: S35457.raw 



10 



347 (2) INFORMATION FOR SEQ ID NO: 16: 
348 

34 9 (i) SEQUENCE CHARACTERISTICS: 

350 (A) LENGTH: 15 amino acids 

351 (B) TYPE: amino acid 

352 (C) STRANDEDNESS: single -stranded 

353 (D) TOPOLOGY: linear 
354 

355 (ii) TOFE Oy - ttODECULE . p cpLa ? 4e° 
356 

357 (iii) HYPOTHETICAL: NO 
358 

359 (iv) ANTI- SENSE: YES 
360 

361 (v) FRAGMENT TYPE: internal fragment 
362 

3 63 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 16: 

364 

3 65 Prjt>^ft^ir - THF"Ser Gly Leu GliTTi'hTrArg--^^ Ala Glu Arg 




366^ 15 10 15^ 

367 X 



368 (2) INFORMATION FOR SEQ ID NO: 17: 
369 

37 0 (i) SEQUENCE CHARACTERISTICS: 

371 (A) LENGTH: 15 amino acids 

372 (B) TYPE: amino acid 

373 (C) STRANDEDNESS: single - st randed 

374 (D) TOPOLOGY: linear 
375 

376 (ii) TYPE) OF MOLECULE i popfei de 

377 

378 (iii) HYPOTHETICAL: NO 
379 

380 (iv) ANTI-SENSE: YES 
381 

382 (v) FRAGMENT TYPE: internal fragment 
383 

384 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 17: 
385 



3 86 /€lu Leu Tyr Gin Leu Thr Leu Phe Pro His~~G±n^he lie Asn Pro 

387 ( 1 5 10 15^ 

388 " — _ J 



38 9 (2) INFORMATION FOR SEQ ID NO: 18: 
390 

391 (i) SEQUENCE CHARACTERISTICS: 

392 (A) LENGTH: 15 amino acids 

393 (B) TYPE: amino acid 

394 (C) STRANDEDNESS: single - stranded 



PAGE: 9 



395 
396 
397 
398 
399 
400 
401 
402 
403 
404 
405 
406 
407 
40 
40(9 



RAW SEQUENCE LISTING 

PATENT APPLICATION US/09/254,966 



(D) TOPOLOGY: linear 

( i i ) TYPE OF MOLECULE: pepfefe 

(Iii) HYPOTHETICAL: NO 

(iv) ANTI- SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 18: 



DATE: 01/25/2001 
TIME: 23:33:09 



INPUT SET: S35457.raw 




Val Val Ala Pro Leu Thr Val " "XsfirTi 
5 10 



'hr^Glu Gly Ala Pro 
15^ 



- - > 



410 

411 

412 

413 

414 

415 

416 

417 

418 

419 

420 

421 

422 

423 

424 

425 

426 

427 

428 

429 

430 

431 



(2) INFORMATION FOR SEQ ID NO: 19: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single -stranded 

(D) TOPOLOGY: linear 

( n i \ TVDP Off MriT grTTT.fi ; p^pf- -i Ac 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 19: 

Leju-ATa" Gly Leu Ala Gin Tyr Tyr Thr Gin Tyr Ser^ly Thr lie 
15 10 15 J 




432 


(2) 


INFORMATION FOR SEQ ID NO : 20 


433 






434 


(i) 


SEQUENCE CHARACTERISTICS : 


435 


(A) 


LENGTH: 15 amino acids 


436 


(B) 


TYPE: amino acid 


437 


(C) 


STRANDEDNESS : single- stranded 


438 


'(D) 


TOPOLOGY: linear 


439 






440 


( i i )TYPE Of MOLECUIUS^JftBCifc-artfe 


441 






442 


(iii) HYPOTHETICAL: NO 


443 






444 


(iv) 


ANTI -SENSE: YES 


445 







PAGE: 10 



446 
447 
448 
449 
450 
451 
45 



RAW SEQUENCE LISTING 

PATENT APPLICATION US/09/254 ,966 



(v) FRAGMENT TYPE: internal fragment 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 20: 



DATE: 01/25/2001 
TIME: 23:33:09 



INPUT SET; S35457.raw 




m^^nxr~^iTVal Gin Gly Trp~VaT~Cy 
1 5 10 




e Gin lie Thr 



15 



- - > 



453 
454 
455 
456 
457 
458 
459 
460 
461 
462 
463 
464 
465 
466 
467 
468 
469 
470 
471 
472 
473 



(2) INFORMATION FOR SEQ ID NO : 21: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single- stranded 

( D ) TOPOLOGY : 1 inear 

(ii) TYPK O F MnT . FrmiT t poptido 

(iii) HYPOTHETICAL: NO 

(iv) ANTI- SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 

(xi) SEOUENCE_D ESCRIPTION : SEO JCDJMO : 21: 

Gin Gly Trp Val Cys Leu Phe Gin He Thr His Gl} 
15 10 15 



^ys Ala Asp 



474 (2) INFORMATION FOR SEQ ID NO: 22: 
475 

4 76 (i) SEQUENCE CHARACTERISTICS: 

477 (A) LENGTH: 15 amino acids 

478 (B) TYPE: amino acid 

479 (C) STRANDEDNESS: single- stranded 

480 (D) TOPOLOGY: linear 
481 

482 (ii) ^YrD Or MOLECULE. pepLide 
483 

484 (iii) HYPOTHETICAL: NO 
485 

486 (iv) ANTI -SENSE: YES 
487 

488 (v) FRAGMENT TYPE: internal fragment 
489 

490 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 22: 
491 

492 JEyr-Asn Arg-Asn Ala- Val Pro' Asn Leu"Arg-Gly^J\sp Leu Gin Val 

493/^ 15 10 15^. 

4 94 V_ . . — . 

495 



4 96 (2) INFORMATION FOR SEQ ID NO : 23: 



PAGE: 1 1 RAW SEQUENCE LISTING DATE: 01/25/2001 

PATENT APPLICATION US/09/254,966 TIME: 23:33:10 

INPUT SET: S35457.raw 

497 

4 98 (i) SEQUENCE CHARACTERISTICS: 

499 (A) LENGTH: 15 amino acids 

500 (B) TYPE: amino acid 

501 (C) STRANDEDNESS : single -stranded 

502 (D) TOPOLOGY: linear 
503 

--> 504 (ii) TYPE OF MOLECULE i peptide 
505 

5 06 (iii) HYPOTHETICAL: NO 
507 

508 (iv) ANTI -SENSE: YES 
509 

510 (v) FRAGMENT TYPE: internal fragment 
511 

512 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 23: 



513 

514 G^j_Ile^Jjye-^Aia--Leu Pne Leu Ser ArgrThr— ThrGly Lys Met Glu 

515 fSXr-~ 5 10 ^tBN 
516 




517 (2) INFORMATION FOR SEQ ID NO: 24: 
518 

519 (i) SEQUENCE CHARACTERISTICS: 

520 (A) LENGTH: 15 amino acids 

521 (B) TYPE: amino acid 

522 (C) STRANDEDNESS: single -stranded 

523 (D) TOPOLOGY: linear 
524 

525 Mi^Tvnp m? vnt vnjjrv . p^p^-j^p 
526 

527 (iii) HYPOTHETICAL: NO 
528 

529 (iv) ANTI-SENSE: YES 
530 

531 (v) FRAGMENT TYPE: internal fragment 
532 

533 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 24 

534 



537 




53 5 ^eys~~Trp Leu Asn Ala lie Leu Gin Leu Phe ArcpTyr Val Glu Glu 
536( 1 5 10 15 ) 



53 8 (2) INFORMATION FOR SEQ ID NO : 25: 
539 

540 (i) SEQUENCE CHARACTERISTICS: 

541 (A) LENGTH: 15 amino acids 

542 (B) TYPE: amino acid 

543 (C) STRANDEDNESS: single - stranded 

544 (D) TOPOLOGY: linear 
545 

546 (ii) TYrE OF MOLECULE . -^ep£±de 

547 



PAGE: 12 RAW SEQUENCE LISTING DATE: 01/25/2001 

PATENT APPLICATION US/09/254, 966 TIME: 23:33: 10 



INPUT SET: S35457.raw 



548 (iii) HYPOTHETICAL: NO 
549 

550 (iv) ANTI-SENSE: YES 
551 

552 (v) FRAGMENT TYPE: internal fragment 
553 

554 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 25: 
555 



556 - Arg Tyr Val Glu Glu Pro Phe Phe Asp Trp\7a^-T^r Ser Ser Pro 

557f 15 10 15 

55 

559\ 





560 (2) INFORMATION FOR SEQ ID NO: 26: 
561 

562 (i) SEQUENCE CHARACTERISTICS: 

563 (A) LENGTH: 15 amino acids 

564 (B) TYPE: amino acid 

565 (C) STRANDEDNESS : single- stranded 

566 (D) TOPOLOGY: linear 
567 

568 (ii)TYPEi OF MOLECT.TT.Bt peptide 

569 

57 0 (iii) HYPOTHETICAL: NO 
571 

572 (iv) ANTI-SENSE: YES 
573 

574 (v) FRAGMENT TYPE: internal fragment 
575 

576 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 26: 



577 



578 ^Gin-Ala "lie Lys Gin Leu Glu Asp Leu Thr ""GTy-Leu Glu Leu His 
579/ 1 5 10 15 ~" ^ 



5801 




581 (2) INFORMATION FOR SEQ ID NO: 27: 
582 

583 (i) SEQUENCE CHARACTERISTICS: 

584 (A) LENGTH: 15 amino acids 

585 (B) TYPE: amino acid 

586 (C) STRANDEDNESS: single - stranded 

587 (D) TOPOLOGY: linear 
588 

589 (ii) T»Yri3 OP MOLECULE i pept ide 

590 

591 (iii) HYPOTHETICAL: NO 
592 

593 (iv) ANTI-SENSE: YES 
594 

595 (v) FRAGMENT TYPE: internal fragment 
596 

5 97 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 27: 
598 



PAGE: 13 RAW SEQUENCE LISTING DATE: 01/25/2001 

PATENT APPLICATION US/09/254,966 TIME: 23:33:10 

INPUT SET: S35457.raw 

599 A.sn»- I-l-e- Lys Hi's Leu Leu His Thr Gly lie ^Gly~-Xlar Ala Ser Arg 

60Cf 15 10 

6 02 (2) INFORMATION FOR SEQ ID NO : 28: 

603 fl 

6 04 (i) SEQUENCE CHARACTERISTICS: 

605 (A) LENGTH: 15 amino acids 

606 (B) TYPE: amino acid 

6 07 (C) STRANDEDNESS : single -stranded 

608 (D) TOPOLOGY: linear 

609 

610 (ii) TYPE) OP MOLD PULE i poptidc - 
611 

612 (iii) HYPOTHETICAL: NO 
613 

614 (iv) ANTI -SENSE: YES 
615 

616 (v) FRAGMENT TYPE: internal fragment 
617 

618 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 28: 

619 

620 Ala_,Xle-Asp— Asp"""dl'u" Asp Phe Tyr Pro Trp^TKr^ftco Asp Pro Ser 
5 10 15 J 



- -> 



622 
623 



624 (2) INFORMATION FOR SEQ ID NO: 29: 
625 

626 (i) SEQUENCE CHARACTERISTICS: 

627 (A) LENGTH: 15 amino acids 
62 8 (B) TYPE: amino acid 

629 (C) STRANDEDNESS: single - stranded 

630 (D) TOPOLOGY: linear 
631 

632 ( * -i ymmTn nr? M^T . TT^TTT . ffi ■ p p pM il r 
633 

6 34 (iii) HYPOTHETICAL: NO 
635 

636 (iv) ANTI -SENSE: YES 
637 

638 (v) FRAGMENT TYPE: internal fragment 
639 

64 0 (xi) SEQUENCE DESCRIPTION: SEQ ID NO : 29: 
641 



644 



642 ^Ste^Pro-A-sp— Pro Ser Asp Val Leu Val* Phe "vaT^Prq Tyr Asp Gin 

643 fl 5 10 15 ) 



64 5 (2) INFORMATION FOR SEQ ID NO : 30: 
646 

64 7 (i) SEQUENCE CHARACTERISTICS: 

648 (A) LENGTH: 15 amino acids 



PAGE: 14 



649 
650 
651 
652 
653 
654 
655 
656 
657 
658 
659 
660 
661 
662 
663 
664 
665 



RAW SEQUENCE LISTING 

PATENT APPLICATION US/09/254,966 



(B) TYPE: amino acid 

(C) STRANDEDNESS : single- stranded 

(D) TOPOLOGY: linear 

f i i ) TYrn or n nT. nnuT . ir p r p t i r Ui 

(iii) HYPOTHETICAL: NO 

(iv) ANTI- SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 30 



DATE: 01/25/2001 
TIME: 23:33:11 



INPUT SET: S35457.raw 



Thr Asp Leu Gin Lys(Mt/Val Met Gly Asn 

s Sr io 





Lys Pro Val Glu 



666 

667 

668 

669 

670 

671 

672 

673 

674 

675 

676 

677 

678 

679 

680 

681 

682 

683 

684 

685 

686 

687 



(2) INFORMATION FOR SEQ ID NO : 31: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single-stranded 

(D) TOPOLOGY: linear 

(ii) HYPE OF MOLECULE . p up lid u 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 

(xi) SEQUEN CE DESCRIPTION: SEQ ID NO: 31: 

-let Leu Ser Asp Ala Ala Leu Met Val Leu^Jxs^Ar^g Gly Asn Arg 
1 5 10 15^ 



688 
689 
690 
691 
692 
693 
694 
695 
696 
697 
698 
699 



(2) INFORMATION FOR SEQ ID NO : 32: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single- stranded 

(D) TOPOLOGY: linear 

(ii) - TYPE OF M O LECULE -: peptide 

(iii) HYPOTHETICAL: NO 



PAGE: 15 RAW SEQUENCE LISTING DATE: 01/25/2001 

PATENT APPLICATION US/09/254,966 TIME: 23:33: 1 1 

INPUT SET: S35457.raw 

700 (iv) ANTI-SENSE: YES 
701 

702 (v) FRAGMENT TYPE: internal fragment 
703 

704 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 32: 



705 



706 ^_Lei 
10J 1 



u-ieu""ijys Meff~Lys Ala His lie Asp~~FTcr-Git*-Ero His His Glu 
5 10 15 




709 (2) INFORMATION FOR SEQ ID NO : 33: 
710 

711 (i) SEQUENCE CHARACTERISTICS: 

712 (A) LENGTH: 15 amino acids 

713 (B) TYPE: amino acid 

714 (C) STRANDEDNESS: single- stranded 

715 (D) TOPOLOGY: linear 
716 

717 (ii) TYPB OF MOLECULE. p up Uidu 

718 

719 (iii) HYPOTHETICAL: NO 
720 

721 (iv) ANTI- SENSE: YES 
722 

723 (v) FRAGMENT TYPE: internal fragment 
724 

725 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 33: 

726 



727^-toTPHePhe Phe Ser Asp Val Arg Ser Asn Phe Se^Lys Leu Val 
728f 15 10 15 

729 



730 (2) INFORMATION FOR SEQ ID NO : 34: 
731 

732 (i) SEQUENCE CHARACTERISTICS: 

733 (A) LENGTH: 14 amino acids 

734 (B) TYPE: amino acid 

735 (C) STRANDEDNESS: single -stranded 

736 (D) TOPOLOGY: linear 
737 

738 (ii) TYrE O F MOLECULE, peptid e 

739 

740 (iii) HYPOTHETICAL: NO 
741 

742 (iv) ANTI-SENSE: YES 
743 

744 (v) FRAGMENT TYPE: internal fragment 
745 

746 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 34: 

747 - ; 



748 Aj_a— Pro"" Val Leu Leu Ala Gly Leu Vkl^Lys Val Ala Ser Ser 
749/^1 5 10 

750 




PAGE: 16 RAW SEQUENCE LISTING DATE: 01/25/2001 

PATENT APPLICATION US/09/254,966 TIME: 23:33:11 

INPUT SET: S35457.raw 

751 



752 (2) INFORMATION FOR SEQ ID NO: 35: 
753 

754 (i) SEQUENCE CHARACTERISTICS: 

755 (A) LENGTH: 14 amino acids 

756 (B) TYPE: amino acid 

757 (C) STRANDEDNESS : single -stranded 

758 (D) TOPOLOGY: linear 
759 

--> 760 (ii)TYPr OP MOLgPTTTiF • pppHrip 
761 

762 (iii) HYPOTHETICAL: NO 
763 

764 (iv) ANTI -SENSE: YES 
765 

766 (v) FRAGMENT TYPE: internal fragment 
767 

768 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 35: 



7 6 " — ____ 

7^TAla Gly Leu Val Lys Val Ala^S^r-S^r Phe Phe Arg Ser Thr 
7*1 15 10 
7 7 2\-- 




773 (2) INFORMATION FOR SEQ ID NO : 36: 
774 

775 (i) SEQUENCE CHARACTERISTICS: 

776 (A) LENGTH: 14 amino acids 

777 (B) TYPE: amino acid 

778 (C) STRANDEDNESS: single -stranded 

779 (D) TOPOLOGY: linear 
780 

781 (ii ) g¥ PE ■ O F" MOLECULE »- pe pt-bd e 

782 

783 (iii) HYPOTHETICAL: NO 
784 

785 (iv) ANTI -SENSE: YES 
786 

787 (v) FRAGMENT TYPE: internal fragment 
788 

789 (xi) SEQUENCE DESCRIPTION: SEQ ID NO : 36: 

7 90 „„_ _ _____ 

7 91 JSteflTplaL Ser Ser Phe Phe Arg^S^r^hr Pro Glu Asp Leu Glu 
792 ( 1 5 10 



793 




794 (2) INFORMATION FOR SEQ ID NO: 37: 
795 

796 (i) SEQUENCE CHARACTERISTICS: 

7 97 (A) LENGTH: 14 amino acids 

798 (B) TYPE: amino acid 

799 (C) STRANDEDNESS: single - stranded 

8 00 (D) TOPOLOGY: linear 



PAGE: 17 RAW SEQUENCE LISTING DATE: 01/25/2001 

PATENT APPLICATION US/09/254,966 TIME: 23:33:12 

INPUT SET: S354S7.raw 

801 

--> 802 (ii)- T¥PD OF MOLEGUJjH pupLIUC 

803 

804 (iii) HYPOTHETICAL: NO 
805 

806 (iv) ANTI- SENSE: YES 
807 

808 (v) FRAGMENT TYPE: internal fragment 
809 

810 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 37: 
811 

812 Phe-Phe-Ar^^er--^^ Glu Arg Ala Glu Lys 

813 f\ 5 10 

814 V 

815 ~" 




816 (2) INFORMATION FOR SEQ ID NO: 38: 
817 

818 (i) SEQUENCE CHARACTERISTICS: 

819 (A) LENGTH: 14 amino acids 

820 (B) TYPE: amino acid 

821 (C) STRANDEDNESS: single -stranded 

822 (D) TOPOLOGY: linear 
823 

824 (ii)- TYttE OF MOLECULE i peptide 

825 

826 (iii) HYPOTHETICAL: NO 
827 

828 (iv) ANTI-SENSE: YES 
829 

830 (v) FRAGMENT TYPE: internal fragment 
831 

832 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 38: 
833 



834 ^Ile Ser lie Pro Ser Gin Lys Ser~~Va,l Leu Tyr Phe Leu lie 
835V 1 5 10 

836 



837 


(2) INFORMATION FOR SEQ ID NO : 39: 


838 




839 


(i) SEQUENCE CHARACTERISTICS: 


840 


(A) LENGTH: 14 amino acids 


841 


(B) TYPE: amino acid 


842 


(C) STRANDEDNESS: single-stranded 


843 


(D) TOPOLOGY: linear 


844 




845 


(ii>JrYPE OF MOLECULE i peptide 


846 




847 


(iii) HYPOTHETICAL: NO 


848 




849 


(iv) ANTI -SENSE: YES 


850 




851 


(v) FRAGMENT TYPE: internal fragment 



PAGE: 18 



852 
853 
854 
855 
856 
857 



RAW SEQUENCE LISTING 

PATENT APPLICATION US/09/254,966 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 39: 



DATE: 01/25/2001 
TIME: 23:33:12 



INPUT SET; S35457.raw 




rg Gin Lys Met Val AspABp^la Val Asn Glu Tyr lie 
5 10 \ 



858 

859 

860 

861 

862 

863 

864 

865 

866 

867 

868 

869 

870 

871 

872 

873 

874 

875 

876^ 

87^ 

B7i 

879 



(2) INFORMATION FOR SEQ ID NO: 40: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 14 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single -stranded 

(D) TOPOLOGY: linear 

(ii) - TYPB OF MOLECULE i peptide - 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 

(xi) SEQUE NCE DESCRIPT ION: SEQ ID NO : 40: 

Asn Glu Tyr lie Glu Lys Ala^Asn^le Thr Thr Asp Asp Lys 
1 5 10 



880 

881 

882 

883 

884 

885 

886 

887 

888 

889 

890 

891 

892 

893 

894 

895 

896 

897 

898 

899 

900 



(2) INFORMATION FOR SEQ ID NO: 41: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 14 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single -stranded 

(D) TOPOLOGY: linear 

(ii) TYPD Or MOLECULE, peptide 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 

(xi) SEQUENCE D ESCR IPTION: SEQ ID NO : 41: 

CAsp Asp Lys Thr Leu Asp Glu^Sia Glu Lys Ser Pro Leu 
5 10 } 



901 (2) INFORMATION FOR SEQ ID NO: 42: 



PAGE: 19 RAW SEQUENCE LISTING DATE: 01/25/2001 

PATENT APPLICATION US/09/254,966 TIME: 23:33:12 

INPUT SET: S35457.raw 

902 

903 (i) SEQUENCE CHARACTERISTICS: 

904 (A) LENGTH: 14 amino acids 

905 (B) TYPE: amino acid 

906 (C) STRANDEDNESS : single- stranded 

907 (D) TOPOLOGY: linear 
908 

--> 909 (ii) TYPE OF MOLECULE i peptide 

910 

911 (iii) HYPOTHETICAL: NO 
912 

913 (iv) ANTI-SENSE: YES 
914 

915 (v) FRAGMENT TYPE: internal fragment 
916 

917 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 42: 



918 

919 JFfix Val Gly Phe Arg Glu Arg Tlir^Leu Pro Gly Gin Lys Ala 

920 ( 1 5 10 
921 



922 (2) INFORMATION FOR SEQ ID NO: 43: 
923 

924 (i) SEQUENCE CHARACTERISTICS: 

925 (A) LENGTH: 14 amino acids 

926 (B) TYPE: amino acid 

927 (C) STRANDEDNESS: single -stranded 

928 (D) TOPOLOGY: linear 
929 

930 (ii) JTYPB OF MOLECULE, peptide 

931 

932 (iii) HYPOTHETICAL: NO 
933 

934 (iv) ANTI-SENSE: YES 
935 

936 (v) FRAGMENT TYPE: internal fragment 
937 

93 8 (xdJ__SEQUENCE_DESC^IPTION: SEQ ID NO : 43: 
939 
94C 
94] 
942 
943 



Asp Asp Val Asn Ser Glu Pro Ala^ln Pro Val Glu Glu Gin 
1 5 10 



944 


(2) 


INFORMATION FOR SEQ ID NO: 44 


945 






946 


(i) 


SEQUENCE CHARACTERISTICS: 


947 


(A) 


LENGTH: 14 amino acids 


948 


(B) 


TYPE: amino acid 


949 


(C) 


STRANDEDNESS : single - stranded 


950 


(D) 


TOPOLOGY: linear 


951 






952 


(ii) TYPE -OF MOLECULE i poptJ-de 



PAGE: 20 RAW SEQUENCE LISTING DATE: 01/25/2001 

PATENT APPLICATION US/09/254,966 TIME: 23:33:13 

INPUT SET: S35457.raw 

953 

954 (iii) HYPOTHETICAL: NO 
955 

956 (iv) ANTI-SENSE: YES 
957 

958 (v) FRAGMENT TYPE: internal fragment 
959 

960 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 44: 

961 — ■ 

962 z^Ssii Thr Gly Ser lie lie Asn Asn Tjns^Tyr Met Gin Gin Tyr 
9621 15 10 



964 



965 (2) INFORMATION FOR SEQ ID NO : 45: 
966 

967 (i) SEQUENCE CHARACTERISTICS: 

968 (A) LENGTH: 14 amino acids 

969 (B) TYPE: amino acid 

970 (C) STRANDEDNESS : single -stranded 

971 (D) TOPOLOGY: linear 
972 

--> 973 (ii)*£3C&& JaULiaTI ft . I' l u 'jil i di 
974 

975 (iii) HYPOTHETICAL: NO 
976 

977 (iv) ANTI-SENSE: YES 
978 

979 (v) FRAGMENT TYPE: internal fragment 
980 

981 (xi) SEQUENCE DESCRIPTION: SEQ ID NO : 45: 

982^ ~~ * ~ 

9&3T^^ 31y Pro Tyr Ala Gly Pro Leu Glu A^g Gin Lys Pro Leu Lys 

9B4 15 10 \ 



98 



986 (2) INFORMATION FOR SEQ ID NO: 46: 
987 

988 (i) SEQUENCE CHARACTERISTICS: 

989 (A) LENGTH: 14 amino acids 

990 (B) TYPE: amino acid 

991 (C) STRANDEDNESS: single -stranded 
9 92 (D) TOPOLOGY: linear 

993 

994 (ii^TYPD Or MOLECUTin ■ 1-nifj.iL i i.le 

995 

9 96 (iii) HYPOTHETICAL: NO 
997 

998 (iv) ANTI- SENSE: YES 
999 

1000 (v) FRAGMENT TYPE: internal fragment 
1001 

1002 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 46: 
1003 
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RAW SEQUENCE LISTING 

PATENT APPLICATION US/ 09/254, 966 



DATE: 01/25/2001 
TIME: 23:33:13 



1004 
1005 
1006/ 
1007 



INPUT SET: S35457.raw 

Pro-Leu Glu Arg Gin Lys Pro Leu Lys Val Arg Ala Lys Leu 
5 10 J 




1008 

1009 

1010 

1011 

1012 

1013 

1014 

1015 

1016 

1017 

1018 

1019 

1020 

1021 

1022 

1023 

1024 

1025 

102-6"" 

1&27 

102&-- 



(2) INFORMATION FOR SEQ ID NO: 47: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 14 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single-stranded 

(D) TOPOLOGY: linear 



(ii) gYPB - eg = 



(iii) HYPOTHETICAL: NO 

(iv) ANTI- SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 47: 

Gly Pro Tyr AXa Gly Pro Met Glu Arg Gin Lys Pro Leu Lys 
1 



- -> 



1029 

1030 

1031 

1032 

1033 

1034 

1035 

1036 

1037 

1038 

1039 

1040 

1041 

1042 

1043 

1044 

1045 

1046 

1047^ 

10<8 



(2) INFORMATION FOR SEQ ID NO : 48: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 14 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single-stranded 

(D) TOPOLOGY: linear 



(ii) gYPg-Uy MOLECTT^BT^XH^±t i e 

(iii) HYPOTHETICAL: NO 

(iv) ANTI -SENSE: YES 

(v) FRAGMENT TYPE: internal fragment 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 48: 

Pro Met Glu Arg Gin Lys Pro Leu Lys Val Lys Ala" 
1. , & jf )6 



is Ala 



PAGE: 1 



Line 



5 
6 

27 

28 

29 

30 

40 

61 

82 

103 

124 

145 

166 

187 

208 

229 

250 

271 

292 

313 

334 

355 

376 

397 

418 

440 

461 

482 

504 

525 

546 

568 

589 

610 

632 

648 

653 

663 

674 

696 

717 

738 

760 

781 

802 

824 

845 

866 



SEQUENCE VERIFICATION REPORT DATE: 01/25/2001 

PATENT APPLICATION US/09/254,966 TIME: 23:33:13 

INPUT SET: S35457.raw 



Error 

Mandatory Value Not Present 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Entered (15) and Calc. Seq. Length (14) differ 
Unknown or Misplaced Identifier 
Wrong Amino Acid Designator 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 
Unknown or Misplaced Identifier 



Original Text 

(i) APPLICANT: 

(A) NAME: Bayer Aktiengesellschaft 

(A) CURRENT APPLICATION NUMBER:09/254,966 

(B) CURRENT APPLICATION FILING DATE: March 16 

(C) PRIOR APPLICATION NUMBER: PCT/EP97/04866 

(D) PRIOR APPLICATION FILING DATE September 8, 1 

(ii) TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(ii)TYPE OF MOLECULE: peptide 
(A) LENGTH: 15 amino acids 
(ii)TYPE OF MOLECULE: peptide 

Thr Asp Leu Gin Lys Mt Val Met Gly Asn Thr Lys Pro Val 

(ii)TYPE OF MOLECULE: peptide 

(ii)TYPE OF MOLECULE: peptide 

(ii)TYPE OF MOLECULE: peptide 

(ii)TYPE OF MOLECULE: peptide 

(ii)TYPE OF MOLECULE: peptide 

(ii)TYPE OF MOLECULE: peptide 

(ii)TYPE OF MOLECULE: peptide 

(ii)TYPE OF MOLECULE: peptide 

(ii)TYPE OF MOLECULE: peptide 

(ii)TYPE OF MOLECULE: peptide 



PAGE: 2 



SEQUENCE VERIFICATION REPORT 
PATENT APPLICATION US/09/254,966 



DATE: 01/25/2001 
TIME: 23:33:14 



INPUT SET: S35457.raw 



Line 


Error 


Original Text 


888 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 


909 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 


930 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 


952 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 


973 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 


994 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 


1016 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 


1037 


Unknown or Misplaced Identifier 


(ii)TYPE OF MOLECULE: peptide 




PAGE: l SEQUENCE CORRECTION REPORT DATE: 01/25/2001 

PATENT APPLICATION US/09/254,966 TIME: 23:33:14 

INPUT SET: S35457.raw 



Line 


Original Text 


Corrected Text 


17 


(E) ZIP CODE: 15205-9741 


(E) ZIP: 15205-9741 


20 


(v)COM PUTER-READABLE FORM: 


(v) COMPUTER READABLE FORM 


44 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


65 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


86 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


107 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


128 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


149 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


170 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


191 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


212 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


233 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


254 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


275 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


296 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


317 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


338 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


359 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


380 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


401 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


422 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


444 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


465 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


486 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


508 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


529 


(iv)ANTlSENSE: YES 


(iv) ANTI-SENSE: YES 


550 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


572 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


593 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


614 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


636 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


657 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


678 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


700 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


721 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


742 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


764 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


785 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


806 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


828 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


849 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


870 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


892 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


913 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


934 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


956 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


977 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 


998 


(iv)ANTISENSE: YES 


(iv) ANTI-SENSE: YES 



SEQUENCE CORRECTION REPORT 

PATENT APPLICATION US/09/254, 966 



DATE: 01/25/2001 
TIME: 23:33:14 



INPUT SET; S35457.raw 



Original Text 

(iv)ANTISENSE: YES 
(iv)ANTISENSE: YES 



Corrected Text 

(iv) ANTI-SENSE: YES 
(iv) ANTI-SENSE: YES 



ORIGINAL 



hePaDerworM^educ^^ 



PTO/SB/17(05-03 
Approved for use through 04/30/2003. OMB 0651-0032 
U.S. Patent and Trademark Office; U.S. DEPARTMENT OF COMMERCE 
are required to respond to a collection of information unless it displays a valid OMB control number. 




*¥BE TRANSMITTAL 
MnW jTfor FY 2003 

Effectidfin 101/2003. Patent fees are subject to annual revision. 



t claims small entity status. See 37 CFR 1.27 



TOTAL AMOUNT OF PAYMENT 



($) 110.00 



Complete if Known 



Application Number 



Filing Date 



First Named Inventor 



Examiner Name 



Art Unit 



Attorney Docket No. 



09/254,966 



March 16, 1999 



Robert Correa 



Uirike Winkler 



1648 



Mo 5092/LeA 31 778 



METHOD OF PAYMENT (check aii that apply) 



FEE CALCULATION (continued) 



[~~| Check Q Credit card Q Money Q other [ |None 
[✓] Deposit Account: 



3. ADDITIONAL FEES 



Deposit 
Account 
Number 
Deposit 
Account 
Name 



13-3372 



Jeffrey M. Greenman 



The Director is authorized to: (check all that apply) 
Q Charge fee(s) indicated below (✓) Credit any overpayments 
Q Charge any additional fee(s) during the pendency of this application 
Q Charge fee(s) indicated below, except for the filing fee 
to the above-identified deposit account. 



FEE CALCULATION 



1. BASIC FILING FEE 

Large Entity Small Entity 



Fee 


Fee 


Fee 


Fee 


Fee Description 


Code ($) 


Code ($) 




1001 


750 


2001 


375 


Utility filing fee 


1002 


330 


2002 


165 


Design filing fee 


1003 


520 


2003 


260 


Plant filing fee 


1004 


750 


2004 


375 


Reissue filing fee 


1005 


160 


2005 


80 


Provisional filing fee 



Fee Paid 



SUBTOTAL (1) ($) 



2. EXTRA CLAIM FEES FOR UTILITY AND REISSUE 

Fee from 

. , Extra_£!ajms below Fee Paid 

Total Claims [ I -20** = I I X | | =| | 

Independent 
Claims 

Multiple Dependent 



- 3 »=IZZIx|Z=l€ 
CZZHI 



Large Entity 


Small Entitv 


Fee Fee 
Code {$) 


Fee Fee 
Code ($) 


1202 18 


2202 9 


1201 84 


2201 42 


1203 280 


2203 140 


1204 84 


2204 42 


1205 18 


2205 9 



Fee Description 

Claims in excess of 20 

Independent claims in excess of 3 

Multiple dependent claim, if not paid 

** Reissue independent claims 
over original patent 

** Reissue claims in excess of 20 
and over original patent 



Larqe Entitv 


Small 


Entity 




Fee 


Fee 
W 


Fee 
Code 


Fee 
($) 


Fee Description 


1051 


130 


2051 


65 


Surcharge - late filing fee or oath 


1052 


50 


2052 


25 


Surcharge - late provisional filing fee or 
cover sheet 


1053 


130 


1053 


130 


Non-English specification 


1812 


2,520 


1812 2,520 


For filing a request for ex parte reexamination 


1804 


920* 


1804 


920* Requesting publication of SIR prior to 
Examiner action 


1805 


1,840* 


1805 1,840* 


Requesting publication of SIR after 
Examiner action 


1251 


110 


2251 


55 


Extension for reply within first month 


1252 


410 


2252 


205 


Extension for reply within second month 


1253 


930 


2253 


465 


Extension for reply within third month 


1254 


1,450 


2254 


725 


Extension for reply within fourth month 


1255 


1,970 


2255 


985 


Extension for reply within fifth month 


1401 


320 


2401 


160 


Notice of Appeal 


1402 


320 


2402 


160 


Filing a brief in support of an appeal 


1403 


280 


2403 


140 


Request for oral hearing 


1451 


1,510 


1451 


1,510 


Petition to institute a public use proceeding 


1452 


110 


2452 


55 


Petition to revive - unavoidable 


1453 


1,300 


2453 


650 


Petition to revive - unintentional 


1501 


1,300 


2501 


650 


Utility issue fee (or reissue) 


1502 


470 


2502 


235 


Design issue fee 


1503 


630 


2503 


315 


Plant issue fee 


1460 


130 


1460 


130 


Petitions to the Commissioner 


1807 


50 


1807 


50 


Processing fee under 37 CFR 1.17(q) 


1806 


180 


1806 


180 


Submission of Information Disclosure Stmt 


8021 


40 


8021 


40 


Recording each patent assignment per 
property (times number of properties) 


1809 


750 


2809 


375 


Filing a submission after final rejection 
(37 CFR 1.129(a)) 


1810 


750 


2810 


375 


For each additional invention to be 
examined (37 CFR 1.129(b)) 


1801 


750 


2801 


375 


Request for Continued Examination (RCE) 


1802 


900 


1802 


900 


Request for expedited examination 
of a design application 



^onwmbe^reviou^ 



SUBTOTAL (2) 

if greater; For Reissues, see above 



Other fee (specify) 

*Reduced by Basic Filing Fee Paid 



SUBTOTAL (3) 



Fee Paid 



110.00 




JL 



CO ~~ 



($) 110. 



00 



SUBMITTED BY 



I Registration No. \ AQ Q70 



(Complete (if applicable) 



Name (Print/Type) 



Susan M. Pellegri no 



Telephone (203)812-6450 



Signature 




Date 



August 20, 2003 



WARNING: Information this forn^njay become public. Credit card information should not 
be included on this form. Provide credit card information and authorization on PTO-2038. 



This collection of information is required by 37 CFR 1.17 and 1.27. The information is required to obtain or retaO^s benefit by the public which is to file (and by the 



USPTO to process) an application. Confidentiality is governed by 35 U.S.C. 122 and 37 CFR 1.14. This collation is estimated to take 12 minutes to complete, 
including gathering, preparing, and submitting the completed application form to the USPTO. Time will va^'clepending upon the individual case. Any comments on 
the amount of time you require to complete this form and/or suggestions for reducing this burden, should be sent to the CS^iefjnforifiation Officer, U.S. Patent and 
Trademark Office, U.S. Department of Commerce, P.O. Box 1450, Alexandria, VA 22313-1450. DO NOT SEND FEES OR COMPLETED FORMS TO THIS 
ADDRESS. SEND TO: Commissioner for Patents, P.O. Box 1450. Alexandria, VA 22313-1450. 



If you need assistance in completing the form, call 1-800-PTO-9199 and select option 2. 



